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Background
• Initially based on the type of analysis used 

only for “close-strain” annotation.  
• Goal: to provide near-perfect annotation for 

close strains within our 5 pathogen families in 
an initial, rapid annotation

• Insight: with minor enhancements, the 
technology works well for all prokaryotic 
genomes!

• We provide a service where users can 
upload their genome and get a complete 
annotation in a 48 hour timeframe



Procedure
1. Register (user)
2. Submit genome (user)
3. Genome annotation process (server)
4. Quality controls (server)
5. Evaluation / Viewing (user)
6. Download results (user)
7. Delete the genome from the server 

(user)



Register for an account
• http://bioseed.mcs.anl.gov/48-hour/FIG/index48.cgi



Submit a genome
• Fill in key 

pieces of 
information

• Provided 
information 
will be 
checked 
against input 
data



Genome annotation process
• Automated process consisting of:

– Gene calling
– Initial annotation of function
– Initial metabolic reconstruction

• Process takes 1-7 hours depending on size 
and complexity of the genome

• ~20 genomes per day

We call it 48 hour server to leave ourselves 
some breathing room



Quality control



Evaluation / Viewing



Evaluation / Viewing II



Download results
• We provide the following formats:

– Genbank
– All formats supported by BioPerl (soon)

• Genomes can be deleted by the user at any 
time

• Genomes can be directly imported into the 
SEED if the user wishes



Conclusion
• Service for annotation of complete prokaryotic 

genomes available over the web
• Now operational - we have processed 50 genomes in 

the last two days
• It produces annotations somewhat worse than our best 

manual annotations (which are in subsystems)
• Addressing issues related to:

– Frameshifts
– Pseudo-genes
– Prophages
– Transposable elements
– Start calls


